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<210> 1 
<211> 627 
<212> DNA 

<213> Arabidopsis thaliana 

<220> 
<221> CDS 

<222> (1) • • ( 627) x 
<223> LEAFY COTYLEDON1 (LEC1) 
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r £ = s e - s s s k s k s = ~ - 
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20 

^ + r* at-a cat aaa acc tta ccg 
tac atg cca ate gca aac gtc ata aga ate aj ^ ^ ^ ^ prQ 
Tyr Met Pro He Ala Asn Val lie Arg ^ 
35 



48 



96 



144 



m s c . m E 2 2 - - 2 i" 2 s: 2 o" S 

50 55 

^. ata acc qgt gaa gcc aac gag cgt tgc 
gtc tec gag tac ate age tte gtg acc gg g 9 ^ ^ Arg Cys 
Val Ser Glu Tyr He Ser Phe Val Thr i,±y QQ 
65 70 

„ = art- act qaa gat ate ctt tgg get 
eaa cgt gag caa egt aag aee ata act get g 9 ^ ^ ^ 

Gin Arg Glu Gin Arg Lys Thr He Thr Ala Giu p ^ 

85 yU 
atg age aag ctt ggg tte gat aac tac gtg gac ccc etc acc gtg tte 
Met Ser Lys Leu Gly Phe Asp Asn Tyr Val Asp ^ 
100 105 

S S 5 2 S S S S 2 S 5 S i K S 5 

115 120 
ggt gag eea eeg teg ttg aga eaa acc tat gga gga aat ggt att ggg 
Gly Glu Pro Pro Ser Leu Arg Gin Thr Tyr Gly 
130 135 

rrt cct ccq qgt cct tat ggt tat 
ttt cac gge eea tet eat gge eta cct cct ccg gg ^ ^ ^ ^ 
Phe His Gly Pro Ser His Gly Leu Pro pr ^ lg0 

% 2 2 s s 2 s £ = E - - s - i s 

165 

Z S 2 2 S 2 S K S = «S S S i 2 2 
~ - S 2 5 2 2 S £ 5 2 2 | = - " 



195 200 



192 



240 



288 



336 



384 



432 



480 



528 



576 



624 



627 



tga 



<210> 2 
<211> 208 
<212> PRT 

<213> Arabidopsis thaliana 



2°ihr Ser «r val He val Ma sly Ala OlY »P >*■ »" »J <^ 
v.l v»l OI. 01» 01» «• P» C,. val ,1a *r 9 01. 01= *=P 0!n 
^ „e t Pro Ue M. -a v,l ,1. « n. »t «, Tj »r «. Pro 
Ser .i. «a «• «« « ^ ^ ^ ^ 05,5 



50 



2 



Val Ser Glu Tyr He 
65 

Gin Arg Glu 



Met Ser Lys 

He Asn Arg 
115 

Gly Glu Pro 
130 

Phe His Gly 
145 

Gly Met Leu 

Asn Gly Ser 

Ser Ser He 
195 



Gin Arg 
85 

Leu Gly 
100 

Tyr Arg 
Pro Ser 
Pro Ser 



Asp Gin 
165 
Ser Gly 
180 

Asn Gly 



Ser Phe 

70 
Lys Thr 

Phe Asp 

Glu He 

Leu Arg 
135 
His Gly 
150 

Ser Met 



Val Thr 

He Thr 

Asn Tyr 
105 
Glu Thr 
120 

Gin Thr 
Leu Pro 
Val Met 



Gin Asp 
Met Pro 



Glu Ser 
185 
Ala Phe 
200 



Gly Glu 
75 

Ala Glu 
90 

Val Asp 

Asp Arg 

Tyr Gly 

Pro Pro 
155 
Gly Gly 
170 

Ser Val 



Ala Asn 

Asp He 

Pro Leu 

Gly Ser 
125 
Gly Asn 
140 

Gly Pro 



Asp His 



Gly Arg 

Gly Gly 

Tyr Gly 
205 



Glu Arg Cys 
80 

Leu Trp Ala 
95 

Thr Val Phe 
110 

Ala Leu Arg 

Gly He Gly 

Tyr Gly Tyr 
160 

Tyr Tyr Gin 

175 
Gly Ser Ser 
190 

Gin Tyr Lys 



<210> 3 
<211> 3395 
<212> DNA 

<213> Arabidopsis thaliana 



lilt 3.4 Kb BBtyl fragment of genomic DNA containing 



LEC1 gene 

<220> 

<221> promoter 
<222> (1) . - (1998) 
<223> LEC1 promoter 

<220> 

<221> modified_base 
<222> (762) 

<223> n = g, a, c or t 

<220> 
<221> CDS 

<222> (1999).. (2625) 

<223> LEAFY COTYLEDON 1 (LEC1) 



£= = SEE iiS Si % 

t^gattaatt atgtattaga aaatgtaaag caatattcaa aggctaat tt 240 

5= S SS ESS ESS i= =2 s 

« liii £s "™ £ i ss 
EES 5= = f — 720 
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atttgtatc. tctctctat. aaaccactca .ccjtcjacc t^ctttgc. tgcaacaaat 780 
cactcaaata attattttat aaagaacaaa aaaaaaaaga egg 9 g^ ctaagtggct 900 
gtggagctcc cttctctcac tatcagctac ccaaatccat « 99 aaattggaga 960 

atftgtatac agtatatact tgcctccatg tatatttata £ 9^ tctctagaaa 1020 
catgetttat gaattttatg ^actttgea acaacgaa g 9 9 ttatatatac 1080 

tttaaattta gatttgtgaa S^ff ttStSgg ctgagtcaaa gttttatcca 1140 
atgcatgcaa gagtttgata tgtatattgt "catcatgg tga atatacc 1200 

a«?atttcca tggtgtggta ttagttaaac aaatctctcg J J tgtaacggtt 1260 
cgtgcatgta ccaggaatgt ttttgattct aaaaacgtt tctaaaaaca 1320 

gagttttttt ettegtttea aaacgagatt ^cgtttg t tttt aatact 1380 

?c?acggttc atgtgattca aaaacactaa aaaaatataa CC caagtttt 1440 

taacatttaa actatatata tatatatata tatatatatc actaagtgaa 1500 

agtgtgaggt ttttttattc aaaatctatc jgtacatttt f attaacttta 1560 

a ?t?tctSa aattttcctt ttactattga "^taatt 9^ atgtctactt 16 20 

atcttttgat tctttcaacg tttaccattg Jjajccttc. c 9 a ttt tgagttt 1680 
tattgagtca taccttcgtc aacataaatt «"gatg ac gtaacgg caa 1740 

ttggtttttc taataatctt aacgaaagct "ttggtata 9 cacaaactta 1800 

gaSetgaac agtctactca aeggggtcca taagtctaga atgt 9 ttttcttcta 18 60 
ctcttaLtt attggtccgt aactaagaac 9*£cctct 9a tttttta ttt 1920 

attaattcgt atcctacaaa tttaattatc ^ttctactt ggaccagcac 1980 

cctaaagatt tcaatttctc tctgtatttt ct.tgaacag 9 tga caagaac 2040 

agcaacaacc caaccccaat gaccagctca 9tcatagtag gg a ccaataca tg 2100 

aatggtatcg tggtccagca gcaaccacca ^ggctc 9 9 9 caaaatctc t 2160 

ccScgcaa aegtcataag aatcatgcgt aaaaccttac eg cgtgacC ggt 2220 

gacgacgcca aagaaacgat tcaagaatgt 9tctccgag agatatcctt 2280 

gaagccaacg agegttgeca acgtgagcaa ^aaga ccctcaccgt gttcatt aac 2340 
tgggctatga gcaagcttgg g«^ataac tacgtgg accgtcgttg 2400 

cggLccgtg agatagagac cgatcgtggt tetgeactt. 9 99 J cctacct cct 2460 
agacaaacct atggaggaaa tggtattggg "teaegg tggteggtae 2520 

ccgggtcctt atggttatgg tatgttggac caatccatgg ^ ttcgt cttcc 2580 
tacSaaacg ggtcgtcggg tcaagatgaa tccagtgttg ^ gagttat tct 2640 
attaaeggaa tgccggcttt tgaccattat 99tcagtata 9 9 atgtcttatc 2700 

tcatttttat atctattcaa aacatgtgtt tcgata g ata tzz aa tactttat 2760 

aafaacattt ctatataatg "gcttettt aaggaaaagt gttgtat^ ttaaactcta 
gagaaactga tttatatatg caaatgattg a^ccaaa ? ca aaagctg tcatagttag 2880 
?gcaacatta tatatttaca tgatctaaag 9tttt g taat tea g g acataactaa 2940 
aagataacta aacattgtag taaccaagtt taatttactt 99 aagattgc ta 3000 
ccaagccaaa aggttataaa atctaaattc 9«gagttg gc . tgactcgttg 3060 

tccJtttga gttgetttet "tgggtgct ^ttcat tffl^ ctctctg , tt 31 2 0 
ctctctagtc tttcatctct 9tcttttcca ^ gttaaagacc tgaaccatgg 3180 

S™ SSSS S£S~ ^g tgtjtctj 3240 

3—S 2S2S SSSS & — ac.aca^ 3360 
Scgcaaaat tgaaagatta taaaaaaaat tgaaa 



<210> 4 
<211> 7560 
<212> DNA 

<213> Arabidopsis thaliana 



<220> • tvt>e fragment containing LEC1 

-7 a kb aenomic wild- type LJ-ayi 



<223> 7.4 kb genomic wi 
gene 

<220> 
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<221> modif ied_base 
<222> (1) ■ • (7560) 
<223> n = g, a, c or t 

<220> 

<221> CDS 

<222> (4427) . . (5054) 

<223> LEAFY COTYLEDON 1 (LBC1) 



<400> 4 aaataccqqq ccccccctcg aggtcgacgg 60 

aattnaccct cactaaaggg aacaaaagct 9OTtaccggg gacgatgtta 120 

tatcgataag cttgatatcg aattcgtggc cattagaccc ttggc taatt 180 

aagagaaaat aaatcataaa taaaataaga ^ccttatca tttacagttg 240 

tclaSctca. agagtagtag gaacaggtaa egtgaagcca "cag tccgc 300 

gaccactaga gctgatctgg catacaaagt atgcttattg gg g agaaaagfcgt 360 

Laatgtcgt tggttacgaa g^atccacga catagacgg J tgtctatcaa 420 

ttcggcgatc aagattgtgt ccacatcatt agacgtctga 9 aacgaa 4 80 

agctggcgtc aaacattacg "ttcgtcgt "gcgcctc 9^ tacaaaatta 5 40 

cgcgtgcgac gtatcaaaat tgttaatttt agccatg atngaaaaat 6 0 

acctcaggaa tatttttgtt "ttcaattg a 99 taaacgtaaa aaatttacac 660 

tttncancat atcnctaata tcaaaaaatt ^gatgttag « ggtgagtgat 720 

aaaataantt tcacaaaact tannggggaa a«ggaacaa ana g ttgagcaaac 780 
aagcgatgat ggccggtgaa tcaggtagcc 9tcctacaac 9 M ^ aataatgtga 840 
tcctatctac tcttcacact attggaaatc ccaaaatg ? caaC cagtg aaagttaccc 900 
attttgttat ggaatttgag 99 aaaca ^ ^ aaa ^ a " cactaaa^gt gacaacttta 960 
tcctttggac atatctacga "gtagaaag tagaaacatt tat aaacgtc 1020 

taaattttct ttttgtaact "tctttag. "tatttacg 9 aagtctt cac 1080 

atgctaataa aaaatgcatt attttctacc Jtctagctag « ttactggttc 1140 

gt?ttttgtt tatctcttct ctcataggca tgtccacaaa ^ ^ ttgcgatgag 1200 
aaaatattgc atgagtacta ctaagctcgt atagtttg tctgctattt 1260 

ggttgttagt ttggaagaaa taaggattta tgcaaatggt at aagcaagg 1320 

algaagtaaa ttatgatgct tgttgcgtga ^attaaa S at tgaggaaa 1380 

atacacgaga gaagctcaga tattcacgta acgatgttt cga atctacc 1440 

catatggcca tgatatagct *ataagccta cgggattgtc tgcatcataa 1500 

aaactgttcc atctcttatt atatatagtt ^ttattta 9 aggattgttc 1560 

tctttttttc tgccagttgt aatgcagata aaaatatatt tgC gtt.ttt 1620 

aaacgtgcat gtgtacaagt tattatttat atactttcat 9 ctacaattaa 1680 

ataatgataa aactaagatt tttagttaaa "taataaag 9 ggtatacttg 1740 

ttagaaatgg ttgctcagaa atcagaatac 'atatatga. g atatcttact 1800 

aaaaaagaaa aaactacttg aaaagatggt jaaagatata * J* gaagatggtc 1860 
caagcacgat agaagtttgt atcaaaacat tgcgttccaa 9 atgagagata 19 20 

aaaggtgcta ctcatgatgt OTtgcgaaga agcttacga cc aaactctcc t 1980 

actttatggg ctgcttgttc aatatattg. aaatcatgg 9 tattatttga 2040 

ttaccagaag tcatatttcc ttaacctcag "taagtaa ccg cctccta actgagttgt 2100 
aagttgagcg tataattgca atgaaacttt taccaattca 9 ca tgtggcct 2160 

tgtattatcc tatctcttta 9Ctatccttt ccttgctct 9 tttatcttta 2220 

ctttatttat aatctctcta gattctgcta aagatgt g gagttccatg 2280 

agggaagcaa agtgaatgga aacatttaaa 9aaaaaaaaa ttagttctaa 2340 

aqatttcata ctgatgataa ctaaaataat ^^9^ 9 tctttgttaa 2400 

Stcatttt gaaatgagag gtcattggcc ctgggccgta 2460 

ttctcgttgg tttgttttta gtatgggcta 9-tccaaaac agg 9^ caccattcca 2520 
aactctatcc aaaattcttc atgtttttcc atctttcaaa aatgtaaagc 2580 

ttactagggt gttggtttta "ttatttgt tgattaatta 9 ttttgtaatt 2640 

aatattcaat tgtaacatgc atcatctaac accaatatct J tga taactca 2700 

ttcctataaa cattttaaaa 9g^ taa " a ! "^USac cattttaagt aagagaatct 2760 
SSSSi SXSE aagaaaLaa gaa ttt ac t g aaacc.a.at 2820 
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tttattaaat tttaataaaa Ut^J -aacgtc ^ ™- 
ttcgataatc gaatacttta "gactaagt atttatttag c tttctttctt 300 

atttctagaa acaaagagag cctcatatgt ataaaaa acaaccaatg 3 060 

Jcttaatagt ctttattttt acttaattac tttggtaatt ^ aaaga gatat 3120 

aqa gaagagc agtttgactg gccacatagc "atgag * aaC cactc a a 3180 

agagacctcg taagaaccgc tcctttgcca "tgtatcat £ aagaacaaaa 3240 

cca?caacct ntctttgcat gcaacaaatc actcaaataa at cagctacc 3300 

aaaa aaagac ggcagagaaa caatggaacg gcct ccatgt 3360 

caaatccatc tctggtaatc taagtggcta tttgtataca 9 gac tttgcaa 3420 

atatttatat tctcgtgaaa aattggagac atgctttatg gtt ttgggaa 3480 

caacgaacga gatgctttct ctctagaaat "aaatttag 9 gtatattgtt 3540 

tggcLggag aagacgattt tatatataca tg^tgcaag ^ 
tcatcatggc tgagtcaaag ""atccaa ca gg a atgtt tttgattcta 3660 

aatctctcgt atgtgtcatt gaatataccc gtg 9 ttC gtttcaa aacgagattc 3720 
aaaacgtttt tttctttgtt gtaacggttg *gttttttt | aaacactaaa 3780 

tcgtttgtct cttcccttgt ctaaaaacat ctacggttca 9 9 at atatatat 3840 

aaLtaLaa ctcatttttt ttt.at.ctt -catttaaa ct ^ aaatctatca 390 o 

atatatatct tatactagtc ccaagtttta 9^99 attttccttt tactattgat 3 960 
gtacattttt tggaaaagaa ctaagtgaaa ttttctcc. acgt ttaccattgg 4020 

?ttttaatt. ctggatgtca ttaactttaa tcttttg accttcgtca acataaa tta 4080 
gaa ccttcac atgaaataaa tgtctacttt attg g tctta acg aaagctt 4140 

.ttgatgttc ttctccaaat tttgagtttt tggtttttct a cggggtccat 4200 

tttggtatac atgtaaaacg taacggcaag aatctgaaca 9 ac taagaacg 4260 

aagStagaa tgtagacccc acaaacttac tcttatctt. ttgg ^ fctaattatca 4320 
tatccctctg attctcttgt tttcttctaa ttaattcgta ctgtattttc 4380 

tftctacttc aactaatctt tttttatttc ctaaagattt «attt accagctcag 4440 
tatgaacaga attgaacttg gaccagcaca £aacaaccc ggt ccagcag caaccaccat 4500 
tcaLgtagc cggcgccggt gacaagaac. atggtatcg^ 99^^ atcatgcgta 4 6 
gtgtggctcg tgagcaagac caatacatgc c » ag aaacgatt caagaatgtg 4620 
aaacStacc gtctcacgcc aaaatctctg «9acgcc.a g & cgtgagcaac A6B0 

tctccgagta catcagcttc ^^tgag caagcttggg ttcg.ta.ct 4 40 

gtaagaccat aactgctgaa gatatccttt ggg * gata gagacc gatcgtggtt 4800 
acgtggaccc cctcaccgtg ttcattaacc ^taccgtg g « ggt attgggt 4860 

ctgcSttag aggtgagcca ccgtcgttga sacaaa^a tfflJJ^ a 492 
ttcacggccc atctcatggc ctacctcctc ^99 gtcgtcgggt caagatgaat 4980 

aatccatggt tatgggaggt ggtcggtact accaaaacgg g g g tatg 50 40 

ccagtgt?gg tggtggctct tcgtcttcca ttaacggaat 9» acatgtg ttt 5100 

gtcagtataa gtgaagaagg agttattctt ""tttata t tgcttcttta 516 

caataqatat tttattttta tgtcttatca ataaca t tatgc aaa tgattga 5220 

aggaaaagtg ttgtatgtca atactttatg agaaactgat "at ^ gatctaaagg 52B0 
atccaaactg ttttgtggat taaactctat g^atca aC attgtagt aaccaagttt 5340 
ttttgtaat? caaaagctgt catagttaga agataactaa ^ tctaaattcg 5400 

aatttacttt tttgagttta cataactaac caagccjaaa tt ttgggtgctt 5460 

ttgagttgtc aaacttctga agattgctat cctctttg g tcttttccaa 5520 

gagtttcatt aggctgagct jactcgttgc "tctag tcttcaaggg atcat tactg 5580 
ggattcataa cgttggtcgc tctctgtttc t9«" tggttcaagt tcattctccg 5640 
Iqqctaagag ttaaagacct gaaccatggt "tctgtaac t|9 « gtt tcttcta 5700 
ftfttg^? ggttatcttt cggttagat gaa cata tgtt^ ^ 
gttccaagtt taatttccgg "attgtttg 9 gaaa gattat aaaaaaaatt 5820 

tqtaaagact attctacgta cgtacattta "9 qtatcctttt tatcatttta 5880 

gaaaga^cca aaggaaacca atagattaaa ctaaaatgta 9 aaaaa aagag 5940 

ggctatgttt tcttttaaga aagctttggt agttaactct J ctaaagaaat 6000 

TtgcatLat taaatttaag tttctagaac ttttggataa cctcta aatt 6060 

taaactaaag ggcgtaaatg caagcttgtt atgcgttat 9 ttgtccacca 6120 

aaatagccca atattgaaaa ccttaagctt ctttgatccc aca tggtctt 61 80 

E££a c^cSE SSSS "aactfgtg gccacatggt aaggtcacca 6240 
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cftttctcc cttttcaaac tcctccaaac aaattgtgca cacactggcg tcagagttgg 6300 
atttcttctt attattatat actttccttg ccaaacggtc £cc.c ggaggtg 6420 

gtctaattaa ctcgatatta ttggtggtct catcaaacga 9 tctaccatag 6480 
gaacaatgac tttacagtac atgtaaacta acgtagcaca aactg j g tfccgg 6540 

aaatcgactt acagattcgt tcagtgagtt gag-gtagc M tagga ggata 6600 

agagccctgc tgagtacaac "ttcattca gtttttt g 9 attgatgtgt 6660 

tgacaccttc gtagtcattg tacgagagaa cgaaatttgg ^ ttcggtttga 6720 

ccgatcttcg ggcacttacg -gattttga "tgatccagc J 99 aaagaaaaat 6780 

ggtctatttc gccgccaaag ^tatttccg cttccat g ggcgctagat 6840 

agt gaatcca aggtttaggg tttcttttct "gtctcn ccttattcat 6900 

tgtattaagg attatacata tatataagta Jttgcaattt £9*9 tagcatt tcc 6960 
t?ttaatttt atttaccttt atttagttga tattgtgtcc t 99 ttatttcgta 7020 

ttccatctgt gttaattatt agcatttcct "cctttgtc J taaatcctca 7080 

ggaagaaatc ctttatgnac cccatcttgg °tgagaactt cctaaaaaac 7140 

Saattattc aatttatgat ttcgaaattg atatacactt ttaat tgggt 7200 
catattgtac taagaaaagt agaaaaccag actttttaat atg g^ 7260 

tcttaaagtg ttttagcgtt tnacaccggt tattctccaa aga gtagaca 7320 

agtttttaag tataaattaa tccggttggc ccaattagtg 9 9 tgga taataa 7380 

ssssn ssss r t ««« s r. 
sbss esse 9 — 

<210> 5 
<211> 7 
<212> PRT 

<213> Artificial Sequence 

<220> • „ «f Artificial Sequence :DNA binding 

<223> DeBcnptxono cc Lt box-binding factor 

rclF) protSn B dolin homolog with transcriptxon 

activation function 



<400> 5 

Met Pro He Ala Asn Val He 
5 



<210> 6 
<211> 12 
<212> PRT 

<213> Artificial Sequence 



<220> . ■ _ ^ A^if -trial Sequence : subunit 

<223> £JS S SSs subunit of CCAAT 

b ox Mnding factor (CBP) P-tein B domain homolog 

ne°Gln Olu Cys Val Ser Glu Tyr lie Ser Phe Val 
1 5 



<210> 7 
<211> 25 
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<212> DNA 

<213> Artificial Sequence 
<220> 



<2 ■ . „f Artificial Sequence :UP primer 

<223> Description or Arcuicidi ^ ^ 

<400> 7 25 
ggaattcagc aacaacccaa cccca 



<210> 8 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 



■ of Artificial Sequence: LP primer 

<223> Description ot Aruui^i^^ ^ 

<400> 8 27 
gctctagaca tacaacactt ttcctta 



<210> 9 
<211> 23 
<212> DNA 

<213> Artificial Sequence 

<220> • „ „f Artificial sequence: alternative 

<223> Description of Artincidi oc 4 

primer 

<400> 9 23 
atgaccagct cagtcatagt age 



<210> 10 
<211> 23 
<212> DNA 

<213> Artificial Sequence 

<220> • f . rtnn f Artificial sequence: alternative 

<223> Description of Artincicii 

primer 

<400> 10 23 
gccacacatg gtggttgctg ctg 



<210> 11 
<211> 23 
<212> DNA 

<213> Artificial Sequence 

<2 20> ^>c„i^i Qpniipnce • alternative 

<223> Description of Artificial Sequence. ai 

primer 
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<400> 11 23 
gagatagaga ccgatcgtgg ttc 



<210> 12 
<211> 24 
<212> DNA 

<213> Artificial Sequence 

<220> ... rtf artificial Sequence : alternative 

<223> Description of Artiriciai du 4 

primer 

<400> 12 24 
tcacttatac tgaccataat ggtc 



<210> 13 
<211> 24 
<212> DNA 

<213> Artificial Sequence 

lilt Description of Artificial Sequence : left border 
specific primer 

<400> 13 24 
gcatagatgc actcgaaatc agcc 



<210> 14 
<211> 22 
<212> DNA 

<213> Artificial Sequence 

<220> ^ » . .,.^,1 q^mience :T-DNA left 

<223> Description of Artificial Sequence.! 

border specific primer 

<400> 14 22 
gcttggtaat aattgtcatt ag 



<210> 15 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 



<22 • H'^n nf Artificial Sequence :H21 primer 

<223> Description of Artinci*x h 

<400> 15 

ctaaaaacat ctacggttca 



<210> 16 
<2H> 20 



9 




<212> DNA 

<213> Artificial Sequence 

<2»> Description of Artificial Sequence :H17 primer 

<400> 16 20 
tttgtggttg accgtttggc 



<210> 17 
<211> 7 
<212> PRT 

<213> Artificial Sequence 



lllll Description of Artificial Sequence :DNA binding 
2 region of HAP 3 subunit of CCAAT box-binding factor 
(CBF-A) protein yeast homolog 



<400> 17 

Leu Pro He Ala Asn Val Ala 
1 5 



<210> 18 
<211> 12 
<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence : subunit 
interaction domain of HAP3 subunit of C ^AAT 
box-binding factor (CBF-A) protein yeast homolog 



Met°Gln 8 Glu Cys Val Ser Glu Phe He Ser Phe Val 
1 5 10 



<210> 19 

<211> 618 

<212> DNA 

<213> Arabidopsis 



thaliana 



<220> 

<221> CDS 

<222> (1) . • (618) 

<223> LEAFY COTYLEDON1 (LEC1) "Like (LID 



<400> 19 
atg gca gag ggc 
Met Ala Glu Gly 
1 

acc agt aat ggt 
Thr Ser Asn Gly 



agt atg cgt cct 
Ser Met Arg Pro 
5 

ggt gag gag gag 
Gly Glu Glu Glu 



cca gaa ttc aac 
Pro Glu Phe Asn 
10 

tgc acg gtg agg 
Cys Thr Val Arg 



cag cct aac aaa 
Gin Pro Asn Lys 
15 

gag caa gac agg 
Glu Gin Asp Arg 



10 



20 



25 



30 



E S E E E E E S 5 S E S 5 S E S 
E E E E E E S S E 5 E S E E E E 

55 

S £ S E S = E E E S S E E S 5 E 

7 0 

S 3 E S 5 E E S E S E 5 £ E S E 

85 90 

E S E £ 5 E S S E S E E E S S E 

100 105 

EESE5H2ESES5SEEE 

115 120 125 

E 5 E £ E S E E 5 S S E E 5 S E 

135 14U 

S E S E S E 5 E E S E E E 5 E S 

150 

ESSEEESESESEEEES 

165 170 

- fre aaa ata aqt ggt tea tct tea gga gca agt ggc 
aac gaa cct aat tct aag atg agt gg ser 
Asn Glu Pro Asn Ser Lys Met Ser Gly Ser Ser ber y 
180 185 

acc aca qtt gaa gta ttt ccg act caa caa cat aag tac tga 
IZ Arg tl Glu Sal Phe Pro Thr Gin Gin His Lys Tyr 

195 200 



<210> 20 
<211> 205 
<212> PRT 

<213> Arabidopsis thaliana 



144 



192 



240 



288 



336 



384 



432 



480 



528 



„:°t°Ma 0 Glu Gly Ser Met Arg Pro Pro Glu Phe Asn Gin Pro Asn Lys 

Thr Ser Asn Gly Gly Glu Glu Glu Cys Thr Val Arg Glu Gin Asp Arg 

20 25 



576 



618 



11 



Phe Met 

Ala His 
50 

Val Ser 
65 

Gin Arg 

Met Ser 

Leu His 

Ala Gly 
130 
Gly Thr 
145 

Met Ala 
Asn Glu 
Ala Arg 



Pro 
35 
Ala 

Glu 

Glu 

Lys 

Arg 
115 
Ser 

Met 

Gin 

Pro 

Val 
195 



He 

Lys 

Tyr 

Gin 

Leu 
100 
Tyr 

Val 

Thr 

Tyr 

Asn 
180 
Glu 



Ala Asn 

He Ser 

He Ser 
70 

Arg Lys 
85 

Gly Phe 

Arg Glu 

Ser Met 

Glu Tyr 
150 
His Tyr 
165 

Ser Lys 
Val Phe 



Val He 
40 

Asp Asp 
55 

Phe He 

Thr He 

Asp Asp 

Leu Glu 
120 
Thr Asn 
135 

Gly Ala 

Arg His 

Met Ser 

Pro Thr 
200 



Arg He Met Arg 
Ser Lys 
Thr Gly 



Thr Ala 
90 

Tyr He 
105 

Gly Glu 

Gly Leu 

Tyr Gly 

Gin Asn 
170 
Gly Ser 
185 

Gin Gin 



Glu Thr 
60 

Glu Ala 

75 
Glu Asp 



Glu Pro 

Arg Gly 

Val Val 
140 
Pro Val 
155 

Gly Phe 
Ser Ser 
His Lys 



Arg 
45 
He 

Asn 

Val 

Leu 

Val 
125 
Lys 

Pro 

Val 

Gly 

Tyr 
205 



He Leu Pro 

Gin Glu Cys 

Glu Arg Cys 
80 

Leu Trp Ala 
95 

Thr Leu Tyr 
110 

Ser Cys Ser 

Arg Pro Asn 

Gly He His 
160 

Phe Ser Gly 
175 

Ala Ser Gly 
190 



<210> 21 
<211> 987 
<212> DNA 

<213> Phaseolus coccineus 
<220> 

<223> clone pPCEP112 insert 

<220> 

<221> CDS 

<222> (66) . . (716) 

<223> scarlet runner bean (SRB) LEC1 ortholog 

<400> 21 



gatc^ctcaa cccaaccctt tcattttcat tttcattttc atttttccat cacttcactg 60 

tcacc atg gaa agt gga ggc ttt cat ggc tac cgc aag etc ccc aac acc 110 
Me? Glu Ser Sly Gly Phe His Gly Tyr Arg Lys Leu Pro Asn Thr 



1 



5 10 15 



acc tct cct ggg ttg aag ctg tea gtg tea gac atg aac aac gtg aac 
Thr Ser Pro III Leu Lys Leu Ser Val Ser Asp Met Asn Asn Val Asn 



20 



25 



acq agt agg cag gta gca gga gac aac aac cac aca gcg gat gag age 
Thr Ser Arg Gin Val Ala Gly Asp Asn Asn His Thr Ala Asp Glu Ser 

45 



35 



40 



aa c aaa tac act gtg agg gag caa gac cgt ttc atg cca att gca aat 
Asn Tin Cys Thr Vaf Ar^ Glu Gin Asp Arg Phe Met Pro He Ala Asn 

~ " 6 0 



158 



206 



254 



50 55 



12 



gtg ate agg ate atg cga aag att ctt cct cca cat gee aag ate tea 
?a? He Arg lie Met Arg Lys lie Leu Pro Pro His Ala Lys lie Ser 

70 75 



65 



aat qat gee aaa gaa aca att caa gag tgt gtg tct gag tac ate age 
fly Asp III Lys llu Thr lie Gin Olu Cys Val Ser Glu Tyr lie Ser 
80 



85 90 



ttt ate ace gga gag gca aac gag cgt tgc cag agg gaa caa cgc aag 
Phe He Thr fly 111 Ala Asn Glu Arg Cys Gin Arg Glu Gin Arg Lys 



100 



a „, , ta act qct gag gac gtg ctt tgg gec atg age aag ctt gga ttt 
S lie Thr III Glu Asp ?al Leu Trp Ala Met Ser Lys Leu Gly Phe 
115 120 125 



aat aat tac atg gag cca ctg acc atg tac ctt cac agg tat cgt gag 
Asp Asp Tyr Me? Glu Pro Leu Thr Met Tyr Leu His Arg Tyr Arg Glu 

135 140 



130 



ctt gag ggt gac ega ace tec atg aga ggt gaa tea ttg ggg aag agg 
Leu Gil Gly Asp Arg Thr Ser Met Arg Gly Glu Ser Leu Gly Lys Arg 



145 I" 155 



act att gaa tac gec cct atg ggt gtt ggc gtt get act get ttt gtg 
Thr lie Glu Tyr Ala Pro Met Gly Val Gly Val Ala Thr Ala Phe Val 



160 



165 l™ 



cca cca cag ttt cac cca aat gga tac tat ggt cct gec atg gga get 
Pro Pro Gin Phe His Pro Asn Gly Tyr Tyr Gly Pro Ala Met Gly Ala 

185 1VV 



180 



tac gtt gcg cca cca aat get gcg tec tct cat cac cat gga atg cca 
Tyr Val 111 Pro Pro Asn Ala Ala Ser Ser His His His Gly Met Pro 



195 



302 



350 



398 



446 



494 



542 



590 



638 



686 



736 



aat act gaa ccg aat get cgc tec atg tga attgatgatg atgaggagga 
Asn Thr Glu Pro Asn Ala Arg Ser Met 
210 215 

ggaggaggaa gacgacgagt gttgagttag tagaagaaga atactttaat taattagett 796 
aactcteggt aattagagta ctgttgttga gggtaegtag taaaetttat aattaagggg 856 
atggatggga ttaaggagtt ctgatattcc taatectaat caggcetatg ttaatttatg 916 
taataactct gcttatgttt ttggattttc tgatgttgtt ccaaaaaaaa aaaaaaaaaa 976 

987 

aaaaaaaaaa a 



<210> 22 
<211> 216 
<212> PRT 

<213> Phaseolus coccineus 
<223> clone pPCEP112 insert 



13 



<400> 22 
Met Glu Ser Gly 
1 

Ser Pro Gly Leu 
20 

Ser Arg Gin Val 
35 

Glu Cys Thr Val 
50 

He Arg He Met 
65 

Asp Ala Lys Glu 

He Thr Gly Glu 
100 

He Thr Ala Glu 
115 

Asp Tyr Met Glu 
130 

Glu Gly Asp Arg 
145 

He Glu Tyr Ala 

Pro Gin Phe His 
180 

Val Ala Pro Pro 
195 

Thr Glu Pro Asn 
210 



Gly Phe 
5 

Lys Leu 

Ala Gly 

Arg Glu 

Arg Lys 
70 

Thr He 
85 

Ala Asn 

Asp Val 

Pro Leu 

Thr Ser 
150 
Pro Met 
165 

Pro Asn 
Asn Ala 
Ala Arg 



His 

Ser 

Asp 

Gin 
55 
He 

Gin 

Glu 

Leu 

Thr 
135 
Met 

Gly 

Gly 

Ala 

Ser 
215 



Gly 

Val 

Asn 
40 
Asp 

Leu 

Glu 

Arg 

Trp 
120 
Met 

Arg 

Val 

Tyr 

Ser 
200 
Met 



Tyr 

Ser 
25 
Asn 

Arg 

Pro 

Cys 

Cys 
105 
Ala 

Tyr 

Gly 

Gly 

Tyr 
185 
Ser 



Arg Lys 
10 

Asp Met 

His Thr 

Phe Met 

Pro His 
75 

Val Ser 
90 

Gin Arg 

Met Ser 

Leu His 

Glu Ser 
155 
Val Ala 
170 

Gly Pro 
His His 



Leu Pro 

Asn Asn 

Ala Asp 
45 

Pro He 
60 

Ala Lys 

Glu Tyr 

Glu Gin 

Lys Leu 
125 
Arg Tyr 
140 

Leu Gly 

Thr Ala 

Ala Met 

His Gly 
205 



Asn Thr Thr 
15 

Val Asn Thr 
30 

Glu Ser Asn 

Ala Asn Val 

He Ser Gly 
80 

He Ser Phe 
95 

Arg Lys Thr 
110 

Gly Phe Asp 

Arg Glu Leu 

Lys Arg Thr 
160 

Phe Val Pro 
175 

Gly Ala Tyr 
190 

Met Pro Asn 



<210> 23 
<211> 2000 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<221> promoter 

<222> (1) . . (2000) 

<223> 5' untranslated region 

<400> 23 

tgggttttca aaggaagagg atgattctct 
aaatcgcatc tcttgggatg gtctctctct 
gctttttgtt caactttgga tctgttactg 
taagagtcta attttttttc acgtttatta 
cattctcttc ctcttgatat atttgagctt 
ctggtgcatc actgaacact ctcagcttaa 
tggtgtgccg tcattacaag cttttacagt 
gtctatatat tctgcggaac ttttggatta 
agctttgagt ttttgataag tactttccaa 
cagcgatagt gactcatctc cagacgttcg 
aacaagggta aagctggagc atttcttgga 
ggagaagatg cataatcagt tgattaatgt 
ccgtgaggaa gcttggaggc aacaggaaac 
gaagcaagag atggcacgca acttgtctct 



tcctcctctt caaatggagt ttcaagctcg 60 
caggtataaa tctcaccatt aaaaatgtga 120 
tgaaaagttg ttactttttt tctgtattat 180 
gaagcttgtt tggtagagac ctcctaaaca 240 
tgcggtatca tttgattcta gattggttga 300 
agcattaaac tttgcagata tcaatcagat 360 
gttggtttat accacttcta agcagtgttt 420 
ttagttctta gatagtgtaa ccatgttgga 480 
tttttgattt tgcagctcct ctgttgatag 540 
caagaccgtc acgggtaaaa gaaagcggga 600 
gaagcttgtg gggagtatga tgaagcggca 660 
gatggagaag atggaagtgg agagaatacg 720 
cgagaggatg acacagaatg aagaagcacg 780 
catctctttc atcagaagtg ttactggtga 840 



14 




cgagatcgag atccctaaac agtgtgaatt 
acaatgtaaa gacgagaaat gtgaatccgc 
ctcaagcggc agtggcagca gtggtagaag 
aagttcgaga agcgatgtgg aagagaagac 
gatatcagca agaatgaaag aaagagggta 
gtgggagaac atgaacaagt actataggag 
gcacagcaag actcgctcat actttgagaa 
gggagagagg gaaaaatgag tgaaagattt 
ggagaacttg tagatgatta cctcgagttt 
ttaaaactct acggctctgt atttgtagaa 
gtgattggga ttttgtaacg gctaagggag 
tatggctgcc acgttgttga acttgtgagg 
cactattagc tttattccaa ttactctttc 
gcttcttaat ttcgggcatt ggttattatt 
cgtgtattta gaacaagaaa gatatggaac 
ccgtgaacaa caccactcct tctccaccag 
acaggctctc ttcatttcag ttgcatgcga 
gtctgtactc ttttcatgac gaacagttaa 
catgcagacg tcatcgaagc cattatgcac 
gattagcagc gaattttctg 




cccgcaacca ctccagcaga ttcttccgga 900 
tcagagagaa agagagataa agtttaggta 960 
gtggccgcaa gaggaagtgc aggcattgat 1020 
ggggatcaac aagggagcga tttgggatga 1080 
cgaaagatct gcgaaaaagt gtaaggagaa 1140 
agtgacggaa ggtgggcaga aacagcctga 1200 
acttggaaat ttttacaaga ccatttcctc 1260 
taaatttagg tgtttttggc acgcaaaacg 1320 
aatttttata tctttggtgt agtttataat 1380 
ggttcgaata aaaaagacaa atacgttggg 1440 
acgaggagaa ggatcctcgg tcacatcgat 1500 
tctgaaatta caaatgctga cacttgccaa 1560 
ttctctctca ttccattctc ttcttcaaat 1620 
atttataggg atattcacaa acacaaaagt 1680 
gtggaggctt ccatggctac cgcaagctgt 1740 
gtagtgccat tctctatacc ccctcttttc 1800 
aaccattctc tgcaatccct ccattgtcat 1860 
tgaaatagct tttcaatctt ataaaccgcg 1920 
taaaacttcc atttttctta tttttgttag 1980 

2000 



<210> 24 
<211> 1000 
<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<221> promoter 

<222> (1) . . (1000) 

<223> 3' untranslated region 

<400> 24 

gaacaatggc taataacata gacagctgac 
tagcttatga attcaagttt aagcgaaaac 
ctagttgaaa gaacattgtg tttttcatct 
agcattagtt ttgcaaaccg catgcatgtg 
gcgtcttggt tcaaaataga aagagactaa 
aatgagtgtt taacggatac agaaacaact 
ctactttcca aaggaacttc aacgcatacc 
gcactctcgt ttgcctcagt atctttctcc 
gaacaatcaa caggatcaag tccggttctt 
gttttccagt ccctagtctc cagaaacttg 
agaacctaaa tcaataaaaa ccacaaatct 
ttttgtgttg tgcccaatga gacaagaatt 
acattttcat atactctcct atgggaagct 
tggtcatggt gatccctttg aaccggtttc 
gcttagggtc aagatcatcc aaaacagttt 
ctttctgatc agccatggct tcaatgtaac 
caaaaccagg aagcttgtca agctcagtac 



agagtcataa ctgttagtag gtgcaagctg 60 
aatgctgctt tttctttgtt tattatctat 120 
gatctgtctt gtggtaaagt atgtcaataa 180 
atattacaaa attcacggtg aattcgtaat 240 
acattccaga tttcaattct cagctacaga 300 
ctcacaatct tcattcattt catttagcta 360 
tttttcctct ccagaagatc atgtttgtct 420 
tgatgctctt cagatatatg ttccaatttc 480 
ttcctctgag gaatcacagt gaagaaggct 540 
acgagtatct ccaaaacttg gttcacagtg 600 
tacattaaca aagtacataa agtagaggtt 660 
gaagtggcca tttagttacc tgagaacttg 720 
tagctgtttt aatgccttgt tcttgagcct 780 
gatccactaa gccaccgata atgtagatat 840 
cagaatcagc cgtaagatac accaaattat 900 
acctactttc cttttcaatg aaccatttct 960 
tcatcttccc 100 



<210> 25 

<211> 28 

<212> DNA 

<213> Artificial Sequence 



15 



<220> 

<223> Description of Artificial Sequence : primer of thi 
set 

<400> 25 

aggatccatg gaacgtggag gcttccat 



<210> 26 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : primer of third 
set 

<400> 26 

atctagatca gtacttatgt tgttgagtcg 



<210> 27 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : forward primer 
BAMMNJ7 - 5 

<400> 27 

aggatccatg gaacgtggag gcttccat 



<210> 28 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : reverse primer 
3 -MNJ7XBA 

<400> 28 

atctagatca gtacttatgt tgttgagtcg 



<210> 29 
<211> 90 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> DOMAIN 
<222> (1) . . (90) 

<223> LEC1 HAP 3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 



16 



# 



<400> 29 














Glu 


Gin 


ten 


Gin 
5 


Tvr 


Met 


Pro 


1 

Arq 


Lys 


Thr 


T .^n 


Pro 


Ser 


His 


Ala 






20 










Thr 


lie 


Gin 


Glu 


Cys 


Val 


Ser 


Glu 






35 










40 


Ala 


Asn 


Glu 


Arg 


Cys 


Gin 


Arg 


Glu 




50 










55 




Asp 


He 


Leu 


Trp 


Ala 


Met 


Ser 


Lys 


65 










70 






Pro 


Leu 


Thr 


Val 


Phe 


He 


Asn 


Arg 



85 



He Ala Asn Val He Arg He Met 

10 15 
Lys He Ser Asp Asp Ala Lys Glu 

25 30 
Tyr He Ser Phe Val Thr Gly Glu 
45 

Gin Arg Lys Thr He Thr Ala Glu 
60 

Leu Gly Phe Gin Asn Tyr Val Asp 
75 80 

Tyr Arg 
90 



<210> 30 
<211> 90 
<212> PRT 
<213> Zea mays 

<220> 

<221> DOMAIN 

<222> (1) . • (90) f a „t- rtr - 
<223> maize HAP 3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 



; 4 rg°Glu°Gln Asp Arg Phe Leu Pro He Ala Asn He Ser Arg lie Met 
Lys Lys Ala He Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys Glu 
Thr Val Gin g'iu Cys Val Ser Glu Pne He Ser Phe He Thr Ser Glu 
Ala Ser As? Lys Cys Gin Arg g" Lys Arg Lys Thr He Asn Gly Asp 

Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr He Glu 

65 70 75 

Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg 



85 



90 



<210> 31 

<211> 90 

<212> PRT 

<213> Gallus sp. 

<220> 

<221> DOMAIN 
< 2 2 2 > (l) (90) 

<223> chicken HAP 3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 

^Glu'cm Asp lie Tyr Leu Pro lie Ala Asn Val Ala Arg lie Met 
Lys Asn Ala lie Pro Gin Thr Gly Lys He Ala Lys Asp Ala Lys Glu 



17 



20 

Cys Val Gin Glu Cys Val Ser Glu 
35 40 
Ala Ser Glu Arg Cys His Gin Glu 

50 55 
Asp He Leu Phe Ala Met Ser Thr 

65 70 
Pro Leu Lys Leu Tyr Leu Gin Lys 
85 



25 30 
Phe He Ser Phe He Thr Ser Glu 
45 

Lys Arg Lys Thr He Asn Gly Glu 
60 

Leu Gly Phe Gin Ser Tyr Val Glu 
75 80 

Phe Arg 
90 



<210> 32 
<211> 90 
<212> PRT 

<213> Petromyzontidae gen. sp . 
<220> 

<221> DOMAIN 
<222> (1) . . (90) 

<223> lamprey HAP 3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 

Irg°Glu 2 Gln Asp He Tyr Leu Pro He Ala Asn Val Ala Arg He Met 

1 5 10 15 

Lys Thr Ser He Pro Ser Ser Gly Lys He Ala Lys Asp Ala Lys Glu 

20 25 30 

Cys Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He Thr Ser Glu 

35 40 45 

Ala Ser Glu Arg Cys His Gin Glu Lys Arg Lys Thr He Asn Gly Glu 

Asp He Leu Phe Ala Met Ser Thr Leu Gly Phe Gin Ser Tyr Val Glu 
65 70 75 80 

Pro Leu Lys Gin Tyr Leu Gin Lys Tyr Arg 
85 90 



<210> 33 
<211> 57 
<212> PRT 

<213> Xenopus laevis 
<220> 

<221> DOMAIN 
<222> (1) . . (57) 

<223> Xenopus HAP3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 



Jl 0 l 0 Gln 3 Glu Cys Val Ser Glu Phe lie Ser Phe lie Thr Ser Glu Ala 

5 10 15 

Ser Glu Arg Cys His Gin Glu Lys Arg Lys Thr lie Asn Gly Glu Asp 

20 25 30 

lie Leu Phe Ala Met Ser Thr Leu Gly Phe Gin Ser Tyr Val Glu Pro 

35 40 45 

Leu Lys Leu Tyr Leu Gin Lys Phe Arg 
50 55 



18 



<210> 34 
<211> 90 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> DOMAIN 
<222> (1) . . (90) 

<223> human HAP 3 subunit of CCAAT Box-binding factor 
(CBF) protein B domain homolog 



<400> 34 



Arg 


Glu 


Gin 


Asp 


He 
5 


Tyr 


Leu 


Pro 


1 

Lys 


Asn 


Ala 


He 


Pro 


Gin 


Thr 


Gly 








20 










Cys 


Val 


Gin 


Glu 


Cys 


Val 


Ser 


Glu 




35 










40 


Ala 


Ser 


Glu 


Arg 


Cys 


His 


Gin 


Glu 




50 










55 




Asp 


He 


Leu 


Phe 


Ala 


Met 


Ser 


Thr 


65 










70 






Pro 


Leu 


Lys 


Leu 


Tyr 


Leu 


Gin 


Lys 



85 



He 


Ala 


Asn 


Val 


Ala 


Arg 


He Met 




10 










15 


Lys 


He 


Ala 


Lys 


Asp 


Ala 


Lys Glu 


25 










30 




Phe 


He 


Ser 


Phe 


He 


Thr 


Ser Glu 










45 






Lys 


Arg 


Lys 


Thr 


He 


Asn 


Gly Glu 








60 








Leu Gly 


Phe 


Gin 


Ser 


Tyr 


Val Glu 






75 








80 


Phe 


Arg 













90 



<210> 35 
<211> 90 
<212> PRT 

<213> Mus musculus and Rattus norvegicus 



<220> 

<221> DOMAIN 
<222> (1) . . (90) 
<223> mouse/rat HAP 3 subunit 
(CBF) protein B domain 



<400> 35 



Arg 


Glu 


Gin Asp 


He 


Tyr 


Leu 


Pro 


1 








5 








Lys 


Asn 


Ala 


He 


Pro 


Gin 


Thr Gly 








20 










Cys 


Val 


Gin 


Glu 


Cys 


Val 


Ser 


Glu 




35 










40 


Ala 


Ser 
50 


Glu 


Arg 


Cys 


His 


Gin 
55 


Glu 


Asp 


He 


Leu 


Phe 


Ala 


Met 


Ser 


Thr 


65 










70 






Pro 


Leu 


Lys 


Leu 


Tyr 
85 


Leu 


Gin 


Lys 



of CCAAT box-binding factor 



He 


Ala 
10 


Asn 


Val 


Ala 


Arg 


He 
15 


Met 


Lys 


He 


Ala 


Lys 


Asp 


Ala 


Lys 


Glu 


25 










30 






Phe 


He 


Ser 


Phe 


He 
45 


Thr 


Ser 


Glu 


Lys 


Arg 


Lys 


Thr 


lie 


Asn 


Gly Glu 








60 










Leu 


Gly 


Phe 


Gin 


Ser 


Tyr 


Val 


Glu 




75 










80 


Phe 


Arg 
90 















<210> 36 
<211> 90 
<212> PRT 



19 



4 



<213> Emericella nidulans 
<220> 

<221> DOMAIN 
<222> (1) . . (90) 

<223> E . nidulans HAP3 subunit of CCAAT box-binding 
factor (CBF) protein B domain homolog 

<400> 36 

Lys Glu Gin Asp Arg Trp Leu Pro He Ala Asn Val Ala Arg He Met 

15 10 15 

Lys Leu Ala Leu Pro Glu Asn Ala Lys He Ala Lys Glu Ala Lys Glu 

20 25 30 

Cys Met Gin Glu Cys Val Ser Glu Phe He Ser Phe He Thr Ser Glu 

35 40 45 

Ala Ser Glu Lys Cys Gin Gin Glu Lys Arg Lys Thr Val Asn Gly Glu 

50 55 60 

Asp He Leu Phe Ala Met Thr Ser Leu Gly Phe Glu Asn Tyr Ala Glu 
65 70 75 80 

Ala Leu Lys He Tyr Leu Ser Lys Tyr Arg 
85 90 



<210> 37 
<211> 85 
<212> PRT 

<213> Schizosaccharomyces pombe 
<220> 

<221> DOMAIN 
<222> (1) . . (85) 

<223> S. pombe HAP 3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 

<400> 37 

Leu Leu Pro He Ala Asn Val Ala Arg He Met Lys Ser Ala Leu Pro 

15 10 15 

Glu Asn Ala Lys He Ser Lys Glu Ala Lys Asp Cys Val Gin Asp Cys 

20 25 30 

Val Ser Glu Phe lie Ser Phe Val Thr Gly Glu Ala Ser Glu Gin Cys 

35 40 45 

Thr Gin Glu Lys Arg Lys Thr He Thr Gly Glu Asp Val Leu Leu Ala 

50 55 60 

Leu Asn Thr Leu Gly Phe Glu Asn Tyr Ala Glu Val Leu Lys He Ser 
65 70 75 80 

Leu Thr Lys Tyr Arg 
85 



<210> 38 
<211> 90 
<212> PRT 

<213> Saccharomyces cerevisiae 
<220> 

<221> DOMAIN 
<222> (1) . . (90) 



20 



* 



<223> S. cerevisiae HAP 3 subunit of CCAAT box-binding 
factor (CBF) protein B domain homolog 

<400> 38 

Arg Glu Gin Asp Arg Trp Leu Pro He Asn Asn Val Ala Arg Leu Met 

15 10 15 

Lys Asn Thr Leu Pro Pro Ser Ala Lys Val Ser Lys Asp Ala Lys Glu 

20 25 30 

Cys Met Gin Glu Cys Val Ser Glu Leu He Ser Phe Val Thr Ser Glu 

35 40 45 

Ala Ser Asp Arg Cys Ala Ala Asp Lys Arg Lys Thr He Asn Gly Glu 

50 55 60 

Asp He Leu He Ser Leu His Ala Leu Gly Phe Glu Asn Tyr Ala Glu 
65 70 75 80 

Val Leu Lys He Tyr Leu Ala Lys Tyr Arg 
85 90 



<210> 39 
<211> 90 
<212> PRT 

<213> Kluyveromyces lactis 
<220> 

<221> DOMAIN 
<222> (1) . . (90) 

<223> K. lactis HAP 3 subunit of CCAAT box-binding factor 
(CBF) protein B domain homolog 

<400> 39 



Ala 


Glu 


Gin 


Asp 


Arg 


Trp 


Leu 


Pro 


He Asn 


Asn 


Val 


Ala 


Arg 


Leu 


Met 


1 








5 








10 










15 




Lys 


Asn 


Thr 


Leu 


Pro 


Ala 


Thr 


Thr 


Lys Val 


Ser 


Lys 


Asp 


Ala 


Lys 


Glu 








20 










25 








30 






Cys 


Met 


Gin 


Glu 


Cys 


Val 


Ser 


Glu 


Phe lie 


Ser 


Phe 


Val 


Thr 


Ser 


Glu 






35 










40 








45 








Ala 


Cys 


Asp 


Arg 


Cys 


Thr 


Ser 


Gly 


Lys Arg 


Lys 


Thr 


He 


Asn 


Gly Glu 




50 










55 








60 










Asp 


He 


Leu 


Leu 


Ser 


Leu 


His 


Ala 


Leu Gly 


Phe 


Glu 


Asn 


Tyr 


Ala 


Glu 


65 










70 








75 










80 


Val 


Leu 


Lys 


He 


Tyr 


Leu 


Ala 


Lys 


Tyr Arg 















85 90 
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